GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



September 29, 2006, 05:03:16 ; Search time 198 Seconds 

(without alignments) 
180.116 Million cell updates/sec 

US-10-600-790-2 
399 

1 MTSPNELNKLPWTNPGETEI E 1 1 KGNQAE I LELRNADGTL 78 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2589679 seqs , 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database 



A__Geneseq_8 : 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s: * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



September 29, 2006, 05:12:31 ; Search time 52 Seconds 

(without alignments) 
131.296 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-10-600-790-2 
399 

1 MTSPNELNKLPWTNPGETEI . 



. EIIKGNQAEILELRNADGTL 78 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 
650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



650591 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6__COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



September 29, 2006, 05:13:16 



6 ; Search time 186 Seconds 
(without alignments) 
194.251 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-600-790-2 
399 

1 MTS PNELNKLPWTNPGETE I 



E I I KGNQAE I LELRNADGTL 78 



Scoring table: 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



Searched: 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 



2097797 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_Main: * 



1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 
2 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 
3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 
4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB . pep : * 
5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 
6: . /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis "of the total score distribution. 



GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



September 29, 2006, 05:14:16 ; Search time 38 Seconds 

(without alignments) 
159.415 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-600-790-2 
399 

1 MTS PNELNKLPWTNPGETE I E 1 1 KGNQAE I LELRNADGTL 78 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



285145 seqs, 77663843 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



285145 



Database 



Pub 1 i s he d_App 1 i c a t i on s_AA_New : 

1 : /EMC_Celerra_SIDS3/ptodata/ 

2 : /EMC_Celerra_SIDS3/ptodata/ 

3 : /EMC_Celerra_SIDS3/ptodata/ 

4 : /EMC_Celerra_SIDS3/ptodata/ 

5 : /EMC_Celerra_SIDS3/ptodata/ 

6 : /EMC_Celerra_SIDS3/ptodata/ 

7 : /EMC_Celerra_SIDS3/ptodata/ 

8 : /EMC_Celerra_SIDS3/ptodata/ 



l/pubpaa/US09_NEW_PUB.pep: * 
l/pubpaa/US06JSFEW_PUB.pep: * 
l/pubpaa/US07_NEW_PUB.pep: * 
l/pubpaa/US08_NEW_PUB.pep: * 
l/pubpaa/PCT_NEW_PUB . pep : * 
l/pubpaa/US10_NEW_PUB.pep: * 
l/pubpaa/USll_NEW_PUB.pep: * 
l/pubpaa/US6 0_NEW_PUB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



September 29, 2006, 05:07:26 ; Search time 40 Seconds 

(without alignments) 
187.623 Million cell updates/sec 



Title: US- 10 -600 -790- 2 

Perfect score: 399 



Sequence : 
Scoring table : 

Searched: 



1 MTS PNELNKLPWTNPGETE I E 1 1 KGNQAE I LE LRNADGTL 78 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database 



PIR_80: * 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



September 29, 2006, 05:03:56 ; Search time 301 Seconds 

{without alignments) 
239.705 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-600-790-2 
399 

1 MTS PNELNKLPWTNPGETE I E 1 1 KGNQAE I LELRNADGTL 78 



Scoring table: 



BLOSUM62 
Gapop 10 . 0 



Gapext 0 . 5 



Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen- parameters : 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



